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This article was republished on December 30, 2016, to correct errors in the reference list and corresponding citations, which were unintentionally included from an earlier draft. Please download this article again to view the correct version. The originally published, uncorrected article and the republished, corrected articles are provided here for reference.

In addition, the superscript formatting in "AAm^1^AUp" and "tRNALeu^(UUR)^", the subscript formatting in "MgCl~2~", and a typographical error in "methyltransferase" have been corrected throughout the manuscript. There was also an error in the sentence describing Fig 2A; the correct sentence is: "In contrast, knock down of TRMT10C did not lead to altered cDNA extension".
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